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A B S T R A C T
The study observed population of 484 generation restrictive genealogies collected in
four Croatian regions during 1970/71 within »The study of fat and carbohydrate me-
tabolism indicators correlated with the occurrence of diabetes in animal fat and oil con-
suming population groups«. The genealogies were collected on two islands (Bra~ and
Hvar) and in two continental regions (Sinjska Krajina and Srijem). Genealogy Struc-
ture Index (GSI) was defined as quantitative indicator of genealogy structure. GSI was
continuos variable which, by its extreme, describes vertical and horizontal type of gene-
alogy structure, independently of the way genealogies were collected. Genealogy struc-
ture of surveyed population was described on the basis of participation of different gene-
alogy types. Populations of the island Hvar and Bra~ showed to have horizontal ge-
nealogy type, continental population of Sinjska Krajina showed to have mixed type and
continental population of Srijem showed to have vertical type of genealogy structure.
Introduction
The genealogies or pedigrees could be
considered as the basic source of informa-
tion for any inherited characteristic in
human population1. In medicine genealo-
gies are mostly used for investigation of
heredity, etiology discovering or risk as-
sessment. Collecting and analysis of ge-
nealogies are especially used in genetic
epidemiological researches. Genetic epi-
demiology, by its definition, studies etiol-
ogy, distribution and control of diseases
in a group of relatives, as well as it stud-
ies biological and cultural heredity in po-
pulations2–5. Siblings or a pair of twins
can be considered as the minimal group
of relatives suitable for genetic epidemi-
ology research6–9. At the other side, there
are some researches that include very
large genealogies10–12. However, the aims
of genetic epidemiology studies are often
to explain the family resemblance13–17.
One of the common methods used in
genetic epidemiology is the analysis of fa-
milial aggregation. In these framework
studies of population based genealogies
are often performed3,18–21. These studies
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are oriented to identification of genetic
links between all, or at least the most, liv-
ing individuals in one defined commu-
nity. The study of population based gene-
alogies include the ability to:
(1) identify the population of interest
and all genealogical links between indi-
viduals in that population;
(2) identify health outcomes by direct
observation or by record linkage with
health registries;
(3) collect information on individuals
regarding vital events and pertinent risk
factors for the disease or trait to be stud-
ied3,22–25.
Structure of genealogies in a popula-
tion is very complex. Such a complexity
has been implied by the nature of rela-
tionships between individuals and the si-
ze of genealogy itself26,27. Genealogical re-
lationships between individuals can be
both blood or non-blood types. Blood-type
relationships may be vertical and hori-
zontal. Parent-child relationship is verti-
cal blood-type relationship versus sib-
lings’ relationship, which is horizontal
blood-type relationship. Horizontal non-
blood-type relationship is represented by
marriage, while vertical non-blood-type
relationship can be realized only through
adoption. Higher or lower frequency of
the same type relationships in certain ge-
nealogy is related to its homogeneity or
heterogeneity according to characteris-
tics of its members. Heterogeneity or ho-
mogeneity of genealogy is affected by the
number of different blood-related groups
of individuals, the number of different
blood-related founders in the first gener-
ation of genealogy and the appearance of
new blood-related groups of individuals
coming to other genealogy generations.
Attributes of any genealogy can be the to-
tal number of individuals in genealogy,
the number of generations in genealogy
(named the genealogy depth), and the
maximum number of individuals in one
generation (named the genealogy width).
Genealogy data can be derived from
census and parish registers, but most fre-
quently genealogical information has
been obtained from people, members of
the genealogy. Thus the genealogy data
collection is very complicated and the re-
sults are genealogies that are highly dis-
tinctive regarding its structure and its
magnitude.
As a result of genealogy structure
analysis performed on the population of
genealogies of maximum possible range
(named non-restrictive genealogies), cer-
tain types of genealogies have been recog-
nized. Mainly, they vary according to the
participation of different types of rela-
tionships, i.e. horizontal and vertical re-
lationships27.
The aim of this study was to construct
the model of analysis of the population
according to genealogy structures. The
model should define Genealogy Structure
Index (GSI) which could specify types of
genealogies and consequently describe
the genealogical structure of a popula-
tion.
Materials and Methods
Genealogies collected within the pro-
ject »The Study of Fat and Carbohydrate
Metabolism Indicators Correlated with
the Occurrence of Diabetes in Animal Fat
and Oil Consuming Population Groups«
in 1970/1971 were used as a basis in the
study28. There were 484 genealogies col-
lected in four Croatian regions: two is-
lands (99 genealogies in the Bra~ island
and 105 genealogies in the Hvar island),
and two continental regions (96 genealo-
gies in the Sinjska Krajina region and
184 genealogies in the Srijem region). All
collected genealogies were generation re-
strictive: they include only examinees
aged 25 to 77 years.
128
M. Kujund`i~ Tiljak et al.: Genealogical Structuring, Coll. Antropol. 25 (2001) 1: 127–140
The variables measured were as fol-
lows:
• number of genealogy members (indi-
viduals)
• genealogy depth, i.e. number of genera-
tions in the genealogy;
• maximum genealogy width, i.e. maxi-
mum number of individuals in any gen-
eration;
• number of different entries to the first
genealogy generation, i.e. number of
different families (blood-related
groups) including first generation ge-
nealogy members;
• number of entries from the second ge-
nealogy generation onwards, i.e. num-
ber of different families (blood-related
groups) including second and subse-
quent generation genealogy members;
• number of genealogy members with
children;
• number of genealogy members with
brothers and/or sisters;
• number of marriages in genealogy.
• A genealogy model with accompanying
variable values is shown in Figure 1.
Data analysis consists of:
• factor analysis: confirmatory factor
analysis with Procrustean rotation
(target matrix is a result of factor anal-
ysis of maximum range genealogies col-
lected in the Belec genealogy study27;
• calculation of Genealogy Structure In-
dex (GSI) for each genealogy;
• analysis of population genealogy struc-
ture in four Croatian regions according
to the share of different genealogy ty-
pes based on analysis of frequency dis-
tributions of Genealogy Structure In-
dex (GSI). Chi –square test was used to
test the differences in genealogy struc-
ture between studied regions.
»The SAS System for Windows Re-
lease 6,12« was used for statistical analy-
sis.
Results
Comparison of generation restrictive and
non-restrictive genealogies
Confirmatory factor analysis with ob-
lique Procrustean rotation was perfor-
med on the total population of 484 gener-
ation restrictive genealogies. Target
matrix was the result of previously per-
formed factor analysis on 132 non-res-
trictive genealogies from the Belec gene-
alogy study27.
Seven variables measuring character-
istic genealogy dimensions were included
in the factor analysis as described previ-
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VARIABLE: Value:










Individuals with children 3
Individuals with brothers/sisters 7
Marriages 3
Fig. 1. Genealogy 'Srijem 4' – measured variables.
ously, with exclusion of number of geneal-
ogy members (individuals).
Genealogy size is measured by its
depth and maximum width. The number
of entries in the first generation and the
number of entries from the second gener-
ation onwards measure heterogeneity of
genealogy onwards. The number of indi-
viduals with children and the number of
individuals with brothers and/or sisters
measure blood-type relationships in ge-
nealogy. The number of marriages mea-
sures non-blood-type relationships in ge-
nealogy.
The number of derived latent dimen-
sions was reduced to three of them. The
system retained 99.20% of information.
Communalities of all the seven variables
were pretty high (> 0.9). Factor analysis
results are presented in Tables 1–3.
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TABLE 1
TARGET MATRIX
Factor 1 Factor 2 Factor 3
Depth 0.02994 –0.01370 0.97701
Maximum width 1.06263 –0.03132 –0.12307
Entries in 1st generation 0.00208 0.99861 –0.00949
Entries from 2nd generation 0.93704 –0.06081 0.08127
Individuals with children 0.90838 0.04268 0.10669
Individuals with brothers/sisters 1.00307 0.01864 –0.03190
Marriages 0.91576 0.06263 0.09236
TABLE 2
PATTERN MATRIX
Factor 1 Factor 2 Factor 3
Depth 0.02285 –0.01370 0.99170
Maximum width 0.90912 0.12606 –0.01291
Entries in 1st generation 0.08983 0.94576 –0.02868
Entries from 2nd generation 1.14492 –0.27576 0.04529
Individuals with children 0.88784 0.06554 0.11067
Individuals with brothers/sisters 0.95030 0.08204 –0.03174
Marriages 0.91836 0.09668 0.02746
TABLE 3
STRUCTURE MATRIX
Factor 1 Factor 2 Factor 3
Depth 0.45123 0.32968 0.99960
Maximum width 0.98929 0.74070 0.42455
Entries in 1st generation 0.72107 0.99764 0.31621
Entries from 2nd generation 0.97698 0.51819 0.45577
Individuals with children 0.98075 0.70564 0.51928
Individuals with brothers/sisters 0.99229 0.71863 0.40946
Marriages 0.99615 0.73066 0.45945
Factor analysis results:
1st factor is predominantly defined by
the maximum genealogy width, number
of entries from the second genealogy gen-
eration onwards, number of individuals
with children, number of individuals with
brothers or sisters and number of mar-
riages. These variables are good descrip-
tors of genealogy magnitude, homogene-
ity and heterogeneity, i.e. genealogy type.
So it can be named as the genealogy type
factor.
2nd factor merely defined by the num-
ber of entries in the first genealogy gener-
ation can be named as the initial geneal-
ogy heterogeneity factor.
3rd factor merely defined by genealogy
depth, i.e. number of genealogy genera-
tions, can be named as the genealogy gen-
erations’ magnitude factor.
Variance explained by the 1st factor is
5.596 (49.56% of total variance), the vari-
ance explained by the 2nd factor is 3.469
(30.72% of total variance) and the vari-
ance explained by the 3rd factor is 2.136
(18.92% of total variance).
The genealogy structure index (GSI)
The Genealogy Structure Index (GSI)
is quantitative variable, calculated as
factor score of the genealogy type factor.
Since confirmatory factor analysis has
shown that non-restrictive genealogies
and generation restrictive genealogies
can be described by the same factors, the
factor score coefficients obtained in factor
analysis of non-restrictive genealogies
were used for the calculation of the Gene-
alogy Structure Index (GSI).
Factor score coefficients demand a
standardized original variables. Therefore
the standardization of original variables
measured on 484 studied genealogies was
achieved by using the mean and the stan-
dard deviation calculated from population
of 132 non-restrictive genealogies.
Standardized variables are calculated
as follows:
Standardized depth
= (Depth – 4.56818 / 1.24295)
Standardized maximum width
= (Maximum width 13.90909) / 12.96057
Standardized entries in 1st generation
= (Entries in 1st generation
2.21212) / 1.31944
Standardized entries form 2nd generation
= (Entries from 2nd generation
10.21970) / 11.48269
Standardized individuals with children
= (Individuals with children
20,78030) / 20,83901
Standardized individuals with brothers
/sisters
= (Individuals with brothers/sisters
23.19697) / 25.08472
Standardized number of marriages
= (Number of marriages
11.53788) / 11.56555.
Figure 2 shows the distribution of Ge-
nealogy Structure Index (GSI) calculated
for total population of 484 studied geneal-
ogies. This GSI distribution is bimodal.
For 94 two-member, two-generation gene-
alogies (19.42% of genealogies) GSI value
is –4.4324 (= value of Q1), and they have
identical structure with parent (mother
or father) and child (son or daughter). For
80 two-member, one-generation genealo-
gies (16.53% of genealogies) GSI values is
–3.2757 (= value of Q3), and they have
identical structure consisting of two par-
entless sibs (brother and sister, two bro-
thers or two sisters).
Figure 3 shows genealogy structure
for genealogies with modal values (equal
to quartiles) of Genealogy Structure In-
dex (GSI).
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Genealogy Structure Index (GSI) calculation formula was as follows:
Genealogy Structure Index (GSI)
= (–1,33914  'Standardized depth') +
( 0,67138  'Standardized maximum width') +
(–0,47563  'Standardized entries in 1st generation') +
( 0,34421  'Standardized entries form 2nd generation') +
( 0,24500  'Standardized individuals with children' +
( 0,49284  'Standardized individuals with brothers/sisters') +
( 0,25853  'Standardized number of marriages').
TABLE 4
GENEALOGY STRUCTURE INDEX (GSI) DISTRIBUTION – IN FOUR RESEARCH AREAS














































































Fig. 2. Distribution of Genealogy Structure Index (GSI) total population of 484 genealogies.
Table 4 and Figures 4–7 show Genea-
logy Structure Index (GSI) distributions
for each studied region – Bra~, Hvar, Sinj
and Srijem. These four distributions are
also bimodal, as well as in total popula-
tion of 484 studied genealogies.
Genealogical structuring of a population
Population’s genealogy structure is
based on the participation of different ge-
nealogy types.
Analysis of frequency distribution of
Genealogy Structure Index (GSI) has
shown that genealogies with prevalent
vertical blood-type relationships, i.e. par-
ent-child relationship, have low values of
GSI. At the other side, the genealogies
with prevalent horizontal blood-type re-
lationships, i.e. sibs’ relationships, have
high values of GSI.
The Genealogy Structure Index (GSI)
Q1 value (25th centile value) for the stud-
ied 484 genealogies was –4.4324. This
was also the first modal value of the Ge-
nealogy Structure Index (GSI). It reflects
structure of two-member, two-generation
genealogies consisting of parent (mother
or father) and child (son or daughter), i.e.
genealogies with only one vertical blood-
type relationship. The genealogies with
the Genealogy Structure Index (GSI) val-
ues lower than Q1 value had more shares
of vertical blood-type relationships. Thus
the share of vertical blood-type relation-
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GSI = - 4.4324 (Q1) )GSI = -3.2757 (Q3












Fig. 4. Distribution of Genealogy Structure Index (GSI) 99 genealogies from Bra~.
ships in a genealogy is as higher, as the
Genealogy Structure Index (GSI) value is
lower.
The Genealogy Structure Index (GSI)
Q3 value (75th centile value) for the stud-
ied 484 genealogies was –3.2757. This
was also the second modal value of the
Genealogy Structure Index (GSI). It re-
flects structure of two-member, one-ge-
neration genealogies consisting of two
parentless sibs (brother and sister, two
brothers or two sisters), i.e. genealogies
with only one horizontal blood-type rela-
tionship. The genealogies with the Gene-
alogy Structure Index (GSI) values hi-
gher than Q3 value had more shares of
horizontal blood-type relationships. Thus
the share of horizontal blood-type rela-
tionships in a genealogy is as higher, as
the Genealogy Structure Index (GSI) va-
lue is higher.
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Fig. 5. Distribution of Genealogy Structure Index (GSI) 105 genealogies from Hvar.
The Genealogy Structure Index (GSI)
median value for the 484 studied genealo-
gies was –4.2699 and reflects mixed
structure with absence of prevailing spe-
cific type of relationships, i.e. mostly the
same share of vertical and horizontal
blood-type relationships in a genealogy.
As the Genealogy Structure Index (GSI)
value is lower than median, the share of
vertical blood-type relationships is as hi-
gher and the share of horizontal blood-
type relationships is as lower. At the
other side, as the Genealogy Structure
Index (GSI) value is higher than median,
the share of vertical blood-type relation-
ships is as lower and the share of horizon-
tal blood-type relationships is as higher.
To achieve the better description of the
genealogy structure of the population
(the population’s genealogy structure) the
genealogies collected in four studied ar-
eas were categorized in four groups ac-
cording to the calculated values of the Ge-
nealogy Structure Index (GSI):
1st group: the Genealogy Structure In-
dex (GSI) value below or equal to the Q1
value;
2nd group: the Genealogy Structure In-
dex (GSI) value above to the Q1 value and
below or equal to the median.
3rd group: the Genealogy Structure In-
dex (GSI) value above to the median and
below or equal to the Q3 value.
4th group: the Genealogy Structure In-
dex (GSI) value above to the Q3 value.
The genealogies in the 1st group have
the highest share of vertical blood-type
relationships, while the genealogies in
the 4th group have the highest share of
horizontal blood-type relationships. The
genealogies in the 2nd and the 3rd group
have mixed structure, but with more
share of vertical blood-type relationships
in the 2nd group, and with more share of
horizontal blood-type relationships in the
3rd group of genealogies. So the described
groups of the studied genealogies can be
named as follows:
1st group = vertical genealogies (V-ge-
nealogies), i.e. genealogies prevailing ver-
tical component;
2nd group = vertical-horizontal geneal-
ogies (VH-genealogies), i.e. mixed geneal-
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Fig. 7. Distribution of Genealogy Structure Index (GSI) 184 genealogies from Srijem.
ogies with some prevailing vertical com-
ponent;
3rd group = horizontal-vertical geneal-
ogies (HV-genealogies), i.e. mixed geneal-
ogies with some prevailing horizontal
component;
4th group = horizontal genealogies (H-
genealogies), i.e. genealogies prevailing
horizontal component.
Among the genealogies collected in
Bra~, Hvar and Sinjska Krajina the high-
est share has the group of HV-genealogies
(Table 5). In the genealogies collected in
Srijem the same share have the group of
V-genealogies and the group of HV-ge-
nealogies. Among the genealogies from
Hvar, Sinjska Krajina and Srijem the lo-
west share has the group of H-genea-
logies, while the lowest share in the gene-
alogies from Bra~ has the group of V-ge-
nealogies. Figure 8 shows the shares of
different groups of genealogies among the
genealogies from the different areas of
study.
In the region of Bra~ the share of the
V-genealogies was higher than the share
of H-genealogies, while in other research
areas (Hvar, Sinjska Krajina and Srijem)
the share of H-genealogies was much hi-
gher than the share of V-genealogies. In
all four-research areas the share of both
mixed genealogies (VH-genealogies and
HV-genealogies) was higher of share of
both V-genealogies and H-genealogies. In
all research area there were more HV-ge-
nealogies then VH-genealogies.
The total share of genealogies with
prevalent horizontal component (H-gene-
alogies and HV-genealogies) in the stud-
ied populations of Bra~ (53.5%) and Hvar
(55.2%) was higher in comparison to the
total share of genealogies with prevalent
vertical component (V-genealogies and
VH-genealogies). In Srijem there were
more genealogies with prevalent vertical
component (58.7%), while in Sinjska Kra-
jina the share of genealogies with preva-
lent vertical component was equal to the
share of genealogies with prevalent hori-
zontal component (both 50.0%).
Frequency distribution of four groups
of genealogies categorized according to
the Genealogy Structure Index (GSI) is
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TABLE 5
FREQUENCY DISTRIBUTION OF DIFFERENT GROUPS OF GENEALOGIES IN FOUR
STUDIED AREAS
Bra~ Hvar Sinj Srijem Total
f % f % f % f % f %
V-genealogies
(IGS  Q1)
16 16.2 30 28.6 24 25.0 67 36.4 137 28.3
VH-genealogies
(Q1 < IGS  Q2)
30 30.3 17 16.2 24 25.0 41 22.3 112 23.1
HV-genealogies
(Q2 < IGS  Q3)
35 35.3 42 40.0 31 32.3 67 36.4 175 36.2
H-genealogies
(Q3 < IGS)
18 18.2 16 15.2 17 17.7 9 4.9 60 12.4
Total 99 100.0 105 100.0 96 100.0 184 100.0 484 100.0
Among 484 studied genealogies the highest share of 36.2% (175 genealogies) have the HV-genealo-
gies. 28.3% of studied genealogies (137 genealogies) were V-genealogies, 23.1% of genealogies (112
genealogies) were VH-genealogies, while only 12.4 % (60 genealogies) were H-genealogies.
significantly different between four stud-
ied population from Bra~, Hvar, Sinjska
Krajina and Srijem ( 2 = 29.142; df = 0;
p = 0.001). H-genealogies from Srijem ha-
ve shown the highest contribution (8,361)
to the  2, followed by V-genealogies from
Bra~ (5.1582) and from Srijem (4.2726).
Discussion
The genealogy offers the information
about its structure, as well as the infor-
mation about biological and cultural in-
heritance. It has been recognized as sig-
nificant analytical problem for a long
time.
Since 1927 Weinberg has performed so
called Weinberg proband method of seg-
regation analysis for the estimation of
proportion of children with certain illness
characteristic. Afterwards, development
of many statistical methods for the segre-
gation analysis succeeded, i.e.:
• mathematical and statistical methods
for the estimation of segregation evol-
ved by Morton3,4,5,29–31;
• methods for genealogy analysis devel-
oped by Thompson1,10–12,32,33, including
intraclass correlation, path-analysis
and special procedures for the analysis
of huge genealogies;
• methods of correlation and regression
in estimation of family resemblance,
including intraclass and interclass cor-
relation and statistical methods for the
estimation of the twins resemblance
evolved by Donner34–37;
• segregation analysis in sibships and
segregation analysis in pedigrees de-
scribed by Khouri3,38.
All these methods attempt to analyze
specific connections between individuals
in genealogy. That means the analyze of
specific structure of such o data for a cor-
rect risk assessment and the prevalence
of pathological states or illness between
sibs, especially twins, in nuclear families,
in wide genealogies or in total popula-
tions.
It could be expected that genealogical
relationships, i.e. genealogical structur-
ing of a population, reflecting genetic or
cultural similarity, could influence popu-
lation characteristics like mortality, mor-
bidity, etc. So it was worthy to find vari-
able describing type of genealogies and
consequently population where these ge-
nealogies are coming from.
The Genealogy Structure Index (GSI)
has been defined in purpose of better and
simpler description of different genealogy
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Fig. 8. The share of different types of genealogies in four studied areas.
structures. Since there was no difference
in analysis of genealogy structure of gen-
eration restrictive and non-restrictive ge-
nealogies27, the calculation of Genealogy
Structure Index (GSI) has been based on
population of non-restrictive genealogies.
The lowest values of Genealogy Struc-
ture Index (GSI) have had the genealo-
gies with prevalent vertical component.
At the other side, the genealogies with
prevalent horizontal component have had
the highest values of Genealogy Struc-
ture Index (GSI).
Genealogy Structure Index (GSI) cen-
tered genealogy analysis was tested on
484 genealogies collected during the four-
region population study from 1970/7128.
According to the calculated value of Ge-
nealogy Structure Index (GSI) for each
genealogy, the studied 484 genealogies
have been divided into four groups: V-ge-
nealogies, VH-genealogies, HV-genealo-
gies and H-genealogies.
In four studied regions there were dif-
ferent participation of different geneal-
ogy types. The studied islands’ popula-
tions in Bra~ and Hvar had horizontal
type of genealogy structure: prevailing
H-genealogies and HV-genealogies with
higher values of GSI. The continental po-
pulation in Srijem had vertical type of ge-
nealogy structure: prevailing V-genea-
logies and VH-genealogies with lower
values of GSI. The continental population
in Sinjska Krajina had mixed type of ge-
nealogy structure: 50% of genealogies
with prevalent vertical component (V-ge-
nealogies and VH-genealogies) and 50%
of genealogies with prevalent horizontal
component (H-genealogies and HV-ge-
nealogies).
The islands’ population are commonly
much more isolated and closed in compar-
ison to the continental populations. The
results of previous studies performed on
the different Croatian islands, including
Bra~ and Hvar, have shown that the stud-
ied populations are quite closed and iso-
lated39–48. In more detailed analysis, the
genealogies collected in islands of Bra~
and Hvar, had on average more number
of sibs, more number of entries from sec-
ond generation afterwards and more
number of marriages. These characteris-
tics are usually related to the horizontal
type of genealogy structure. In some very
huge genealogies collected in islands (for
example genealogy of 437 individuals
from Hvar) the marriages between the
same families were found, i.e. brother or
sister from one family was married to the
brother or sister from another family.
Certain isolation of studied islands’ popu-
lations could be the reason for such phe-
nomenon. However, these huge genealo-
gies were still with prevalent horizontal
component with great number of sibs and
marriages in four generations. On the
other hand, in the continental population
from the Srijem region there were tradi-
tionally fewer children in families, mostly
only one. For this reason the prevalent
vertical component has been expected
and confirmed in the studied genealogies.
Conclusions
1. One number – the Genealogy Struc-
ture Index (GSI), could express geneal-
ogy structure.
2. The Genealogy Structure Index is a
continuous variable the extremes of
which are vertical (lower GSI values)
and horizontal type (higher GSI val-
ues) of genealogy structure.
3. Irrespectively of the method of geneal-
ogy collection, the Genealogy Structure
Index (GSI) acts similar in the separa-
tion of vertical and horizontal genealo-
gies.
4. The shares of different genealogy types
describe the population genealogy
structure.
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5. The studied continental population
had more genealogies with vertical
components, while islands’ population
had more genealogies with horizontal
components.
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GENEALO[KA STRUKTURIRANOST POPULACIJE
S A @ E T A K
U radu je ispitivana populacija od 484 generacijski ograni~ene genealogije prikup-
ljena u ~etiri podru~ja u Republici Hrvatskoj tijekom rada na projektu »Istra`ivanja
indikatora metabolizma masti i ugljikohidrata vezanih uz pojavu dijabetesa u popu-
lacijama koje se hrane mastima `ivotinjskog podrijetla i koja se hrane uljima«, pro-
vedenog 1970/71. godine. Genealogije su prikupljene na dva otoka (Bra~ i Hvar) te u
dva kontinentalna podru~ja (Sinjska Krajina i Srijem). Definiran je indeks genealo{ke
strukture (IGS) kao kvantitativni pokazatelj genealo{ke strukture. IGS kontinuirana
je varijabla koja u svojim ekstremima opisuje vertikalni i horizontalni tip genealo{ke
strukture, i to neovisno o na~inu prikupljanja genealogija. Na temelju udjela skupina
genealogija razli~itih tipova genealo{ke strukture opisana je genealo{ka strukturira-
nost ispitivanih populacija. Oto~ke populacije Hvara i Bra~a imale su horizontalnu,
kontinentalna sinjska populacija mje{ovitu, a kontinentalna srijemska populacija ver-
tikalnu genealo{ku strukturiranost.
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